BTW package installation instructions can be found at http://www.brmicrobiome.org/tutorialbtw (steps 6 and 7).
We are now working in order to improve this workflow besides making it easier for endusers. 18 -Run diversity analyses on QIIME (or any other analysis of your choice). The parameter "-e" is the sequencing depth to use for even sub-sampling and maximum rarefaction depth. You should review the output of the 'biom summarize-table' (step 18) command to decide on this value.
If
core_diversity_analyses.py -i $PWD/otu_table.biom -m $PWD/mapping_file.txt -t $PWD/rep_set.tre -e xxxx -o $PWD/core_output The generated .biom OTU table is also fully compatible with the MicrobiomeAnalyst, a user-friendly web-based platform for microbiome data analyses and visualizations, including taxonomy plots and estimates of α-and β-diversity (http://www.microbiomeanalyst.ca).
